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EKTKVKREIVKLCSQYQNQA 
GAA AAA ACT AAA GTT AAA AGA GAA ATT GTG AAA CTC TGC AGT CAA TAT CAA AAT CAG GCA 
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# 

KNGILFCTRENDPIRGPDGK 
AAG AAT GGA ATA CTT TTC TGT ACC AGA GAA AAT GAC CCT ATT CGT GGT CCA GAT GGG AAA 
964 973 982 991 1000 1009 
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MHGNLCSMCQVYFQAENEEK 
ATG CAT GGC AAC TTG TGT TCC ATG TGT CAA GTC TAC TTC CAA GCA GAA AAT GAA GAA AAG 
1024 1033 1042 1051 1060 1069 
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kkaeararnkr|esgkatsya 

AAA AAG GCT GAA GCA CGA GCT AGA AAC AAA AGA GAA TCT GGA AAA GCA ACC TCA TAT GCA 
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AGA GAA GCT GAA AAG GAG ACA TGC GAT GAA TTT CGG AGA CTT TTG CAA AAT GGA AAA CTT 
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2044 2053 2062 2071 2080 2089 
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Y 

TAT 


T N 
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CTA 


T E 
ACA GAA 
2920 


A 

GCT 


L E 
TTG GAA 
2929 


R 

AGG 


A 

GCA 


K 

AAG 


L Q 
CTT CAA 
2944 


E 

GAA 


K P 
AAG CCA 
2953 


S 

TCC 


H V 
CAT GTT 
2962 


R 

AGA 


A S 
GCT TCT 
2971 


Q 

CAA 


E E 
GAG GAA 
2980 


D 

GAC 


S P 
AGC CCA 
2989 


D 

GAC 


S 

TCT 



typical Kazal domain 2 



4/4 
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TTC 


S S 
AGT TCT 
3004 

# 
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CTG 


D S 
GAT TCT 
3013 


E 

GAG 


M C 
ATG TGC 
3022 


K 

AAA 
+ 


D Y 
GAC TAC 
3031 


R 

CGA 


V L 
GTA TTG 
3040 


P 

CCC 


R I 
AGG ATA 
3049 

1 


G 

GGC 


Y 

TAT 


L 

CTT 


C P 
TGT CCA 
3064 


K 

AAG 
* 


D L 
GAT TTA 
3073 


K 

AAG 


P V 
CCT GTC 
3082 


C 

TGT 


G D 
GGT GAC 
3091 


D 

GAT 


G Q 
GGC CAA 
3100 


T 

ACC 


Y N 
TAC AAC 
3109 


N 

AAT 


P 

CCT 


C 

TGC 


M L 
ATG CTC 
3124 


C 

TGT 


H E 
CAT GAA 
3133 


N 

AAC 


L I 
CTG ATA 
3142 


R 

CGC 


Q T 
CAA ACA 
3151 


N 

AAT 


T H 
ACA CAC 
3160 


I 

ATC 


R S 
CGC AGT 
3169 


T 

ACA 


G 

GGG 


K 

AAG 


+ 

C E 
TGT GAG 
3184 


B 

GAG 


S S 
AGC AGC 
3193 


T 

ACC 


P G 
CCA GGA 
3202 


T 

ACC 


T A 
ACC GCA 
3211 


A 

GCC 


S M 
AGC ATG 
3220 


P 

CCC 


P S 
CCG TCT 
3229 


D 

GAC 


E 

GAA 


TGA 


3244 


GAT 


TGT TGA 
3253 


AAG 


CCA TGA 
3262 


GGG 


AAA AAA 
3271 


TAA 


ACC CCA 
3280 


GTT 


CTG AAT 
3289 


CAC 


CTA 


CCT 


TCA CCA 
3304 


TCT 


GTA TAT 
3313 


ACA 


AAG AAT 
3322 


TCT 


TCG GAG 
3331 


CTT 


GTC TTA 
3340 


TTT 


GCT ATA 
3349 


GAA 


AAC 


AAT 


ACA GAG 
3364 


CTT 


TTG GGA 
3373 


ATG 


GAA TCA 
3382 


CTG 


ATT TTC 
3391 


AGT 


CTT TTC 
3400 


CAT 


TTC TTT 
3409 


CCT 


CCT 


AGA 


ATC TGT 
3424 


GAT 


CTG AGG 
3433 


GTA 


TAA AGA 
3442 


CAT 


TTC CAC 
3451 


CAA 


GTT TGA 
3460 


GCC 


CTC AAA 
3469 


ATG 


TCC 


TGA 


TTA CAA 
3484 


TGC 


TGT CTG 
3493 


TCC 


AAC TGC 
3502 


polyadenylat ion 
CTG TTC AAT AAA 
3511 


signal 
AGT AAA 
3520 


CTC 


AGC AGA 
3529 


AAA 





-poly (A) tail 



The following sequence corrections have been performed: 

An additional A in position 2510 results in a frame shift which produces three additional 
inhibitor domains . 

Base were exchanged in ten different positions: 



Position 


551 


G 


for 


A 


Position 


1207 


C 


for 


T 


Position 


1258 


C 


for 


T 


Position 


1261 


c 


for 


T 


Position 


2175 


A 


for 


G 


Position 


2950 


G 


for 


A 


Position 


3228 


C 


for 


T 


Position 


3284 


c 


for 


T 


Position 


3324 


c 


for 


T 


Position 


3337 


c 


for 


T 
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